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Your request has been successfully submitted and put into the Blast Queue. 
Query = (463 letters) 



Putative conserved domains have been detected 
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The request ID is [l 0023106 88-222 63-27915 



The results are estimated to be ready in 1 1 seconds but may be done sooner. 

Please press "FORMAT!" when you wish to check your results. You may change the formatting options for your result via the form below and press 
"FORMAT!" again. You may also request results of a different search by entering any other valid request ID to see other recent jobs. 
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Alignment view 
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Format for PSI-BLAST □ with inclusion threshold: 
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Limit results by emrez 
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1 or select from: 
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RPS-BLAST 2.2.1 [Apr-13-20011 
Query- 

(463 letters) 

This CD alignment includes 3D structure. To display structure, download Cn3Dv3.00 ! 



[Mouse-over boxes to display wo^^f^^i??. 



PSSMs producing significant alignments: 



^1 lPfam|pfamQO089 
r 1|Sm^|smart00228 
g n1|Smart|smart00228 
g n1|Pf a m|pfamQ0595 



trypsin, Trypsin. Proteins recognized include all proteins in ... 
PDZ, Domain present in PSD-95, Dig, and ZO-1/2.; Also called D... 
PDZ, Domain present in PSD-95, Dig, and ZO-1/2.; Also called D... 
PDZ, PDZ domain (Also known as DHR or GLGF).. PDZ domains are ... 



Score E 

(bits) value 

68.6 8e-13 

46.2 4e-06 

36.6 0.003 

40.4 2e-04 



anllPfamlnfrmOOOSQ trvDsin TrvDsin. Proteins recognized include all proteins in families SI, S2A, S2B, S2C, and S5 in the 
ffl£^ are proteins that are clearly members, but that lack peptidase activity, such as 

haptoglobin and protein Z (PRTZ*). 



[Add") query to multiple alignment, display (up to 10 j$J sequences | ; most similar to the query 



CD-Length = 217 residues, 89.9% aligned 
Score = 68.6 bits (166), Expect = 8e-13 

Query: 121 GGLNFG SG FI I SKNGYI LTNTHWAGMGS IKVLL NDKREYTAKLIGSDVQS-- 171 

StS7t: 21 SSGHFCGGSLISEN-WVLTAAHCVSGASSVRWLGEHNLGTTEGTEQKFDVKKIIVHPNY 79 

Ouerv- 172 DVALLKIDATEEL PWKIGNPKNLKPGE- - WVAAIGAPF GFDNSVTAG 217 

Sbjct i 80 NPDTNDIALLKLKSPVTLGDTVRPICLPSASSDLPVGTTCSVSGWGRTKNLGTSDTLQEV 139 

n,,„™. 91 B TVSAKGRSLPNESYTP FIQTD VAINPGNSGGPLFNLKGQWGINSQIYSRS 268 

s3cE l\l wpwsKtcrsI^ 199 

Query: 269 GGFMGISFAIPIDVAMN 285 
Sbjct: 200 VGN-YPGVYTRVSRYLD 215 



e nllSmartlsmart00228 PDZ Domain present in PSD-95, Dig, and ZO-1/2.; Also called DHR (Dig homologous region) or 
( fSSSS'conferved tetrapeptide in these domains). Some PDZs have been shown to bind C-terminal polypeptides; 
SS^St^SL (non-C-feminal) polypeptides. Different PDZs possess different binding specificU.es. 



query to multiple alignment, display 



sequences 



CD-Length = 86 residues, only 79.1% aligned 
Score = 46.2 bits (108), Expect = 4e-06 



Query: 314 QSFGLDKASGALIAKI-PGSPAERAGLQAGDIVLSLIX^EIRSSGDLPVMVGAITPGKEV 372 
Sbj Ct : 19 VGGKDSGDGGVWSSWPGSPAAKAGLKPGDVILEVNGTSVEGLTHLEAVDLLKEAGGKV 78 



Query: 373 SLGVWRKG 380 
Sbjct: 79 TLTVLRGG 86 



http://www.ncbi. nlm.nih.gov/Structure/cdd/qrpsb.coi?RlD=1002310720- 
22583-23991 
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Q anllSmartlsmartOQ228 . PDZ, Domain present in PSD-95, Dig, and ZO-1/2.; Also called DHR (Dig homologous region) or 
GLGF (relatively well conserved tetrapeptide in these domains). Some PDZs have been shown to bind C-teraunal polypeptides; 
others appear to bind internal (non-C-terminal) polypeptides. Different PDZs possess different binding specificities. 



Add] query to multiple alignment, display [ up to 10 T ' sequences [; most similar to the query l£j 



CD-Length = 86 residues, only 46.5% aligned 
Score = 36.6 bits (83), Expect = 0.003 

Query: 421 G I TLQTHTD S SGKHLVWRVS D - - AAERAGLRHGDE I LAV 458 
Sbjct: 15 GFSLVGGKDSGDGGVWSSWPGSPAAKAGLKPGDVILEV 54 



g n1[Pfam |pfamOQ595 . PDZ, PDZ domain (Also known as DHR or GLGF).. PDZ domains are found in diverse signaling 
proteins. 



|f^g^ query to multiple alignment, display [ up to 10 ; irgj sequences (' most similar to the query 

CD-Length = 81 residues, 93.8% aligned 
Score = 40.4 bits (93), Expect = 2e-04 

Query • 295 KVQRGQLGVI IQEVSYGLAQSFGLDKASGALIAKI- PGSPAERAGLQAGDIVLSLDGGEI 353 
Sb j Ct : 6 RQGRGGLGFSLKGGSDKGDQ GIWSEVLPGGAAERGGLKEGDRILEINGQDV 57 

Query: 354 RSSGDLPVMVGAITPGKEVSLGVW 377 
Sbjct: 58 ENVTHERAVLALKGSGGEVTLTVL 81 



http://www.ncbi.nlm.nih. oov/Structure/cdd/qrpsb.cgi?RID= 100231 0720- 
22583-23991 
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